Key indicators: single-crystal X-ray study; T = 295 K; mean (C-C) = 0.003 Å; R factor = 0.041; wR factor = 0.111; data-to-parameter ratio = 17.5.
Related literature
For the biological activity of pyrazolin-1-ylthiazoles, see: Abdel-Wahab et al. (2009 , 2012 Refinement R[F 2 > 2(F 2 )] = 0.041 wR(F 2 ) = 0.111 S = 1.01 3478 reflections 199 parameters H-atom parameters constrained Á max = 0.19 e Å À3 Á min = À0.28 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C1-C6 ring. Data collection: CrysAlis PRO (Agilent, 2011); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010).
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Comment
Pyrazolin-1-ylthiazole derivatives are known to exhibit biological potential (Abdel-Wahab et al., 2012; Abdel-Wahab et al., 2009; Chimenti et al., 2010) and motivated the investigation of the title compound, (I).
The central pyrazolyl ring in (I), Fig. 1 , adopts an envelope conformation with the methine-C9 atom being the flap atom. The amine group is orientated towards the ring-N2 atom, forming a hydrogen bond, Table 1 , assisted by the near co-planar relationship between the thioamide group and the pyrazolyl ring with the N1-N2-C16-N3 torsion angle being -0.7 (2)°. Both the chloro-and fluoro-benzene rings are twisted out of the least-squares plane through the fivemembered ring, forming dihedral angles of 15.12 (11) and 80.55 (10)°, respectively. Quite similar conformations have been observed in related structures bearing two six-membered rings (Chantrapromma et al., 2012; Abdel-Wahab et al., 2013) .
In the crystal packing, the amine-H31 atom participating in the intramolecular N-H···N hydrogen bond also forms a hydrogen bond to the F1 atom, Table 1 . This interaction along with an N-H···S hydrogen bond leads to a supramolecular chain along the c axis, Table 1 . Chains are connected into a layer in the bc plane by Cl···π interactions, Fig. 2 and Table 1 .
Layers stack along the a axis without specific interactions between them, Fig. 3 .
Experimental
To a suspension of (E)-1-(4-chlorophenyl)-3-(4-fluorophenyl)prop-2-en-1-one (1 mmol, 0.26 g) and sodium hydroxide (2.5 mmol, 1.0 g) in ethanol (20 ml), thiosemicarbazide (1.2 mmol, 0.11 g) was added. The mixture was refluxed for 12 h, then left to cool. The solid product was filtered off, washed with ethanol and dried. Recrystallization was by slow evaporation of its DMF solution.
Refinement
Nitrogen-and carbon-bound H-atoms were placed in calculated positions (N-H = 0.88 Å, and C-H 0.93 to 0.98 Å) and
were included in the refinement in the riding model approximation, with U iso (H) = 1.2-1.5U equiv (N,C).
Computing details
Data collection: CrysAlis PRO (Agilent, 2011); cell refinement: CrysAlis PRO (Agilent, 2011); data reduction: CrysAlis PRO (Agilent, 2011); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010). The molecular structure of (I) showing the atom-labelling scheme and displacement ellipsoids at the 35% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figure 2

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 0.54931 (5) 0.65490 (7) 0.48095 (8) 0.0811 (3) S1 −0.01110 (4) 1.16708 (5) −0.15948 (5) 0.04527 (17) (2) F1 0.0922 (10) 0.0679 (10) 0.0444 (7) −0.0139 (8) 0.0304 (7) 0.0066 (6) N1 0.0384 (8) 0.0440 (10) 0.0306 (7) 0.0025 (7) 0.0068 (6) 0.0007 (7) N2 0.0406 (8) 0.0402 (10) 0.0295 (7) 0.0046 (7) 0.0080 (6) −0.0024 (6) N3 0.0537 (10) 0.0438 (10) 0.0409 (9) 0.0073 (8) 0.0106 (7) −0.0069 (7) C1 0.0368 (10) 0.0409 (12) 0.0380 (9) 0.0007 (8) 0.0116 (7) 0.0033 (8) (10) 0.0030 (10) 0.0181 (9) 0.0038 (8) C14 0.0605 (13) 0.0466 (13) 0.0289 (9) −0.0014 (10) 0.0053 (8) −0.0020 (8) C15 0.0440 (11) 0.0380 (11) 0.0350 (9) −0.0046 (9) 0.0037 (8) −0.0030 (8) C16 0.0378 (9) 0.0351 (11) 0.0358 (9) −0.0042 (8) 0.0148 (7) 0.0024 (8) Geometric parameters (Å, º) 
